INTRODUCTION
Bacterial proliferation in the bloodstream triggers the innate immunity-mediated systemic inflammatory process that characterizes sepsis, a syndrome with a lethality rate between 20 to 50% in intensive care patients, (1) and whose most severe presentation, septic shock, has challenged medical practitioners for decades. Ironically, in the case of sepsis, medicine could be falling victim to its own success, whereby the significant increase in modern invasive procedures performed to save lives exposes the body to sepsis-inducing organisms. Additionally, the new and powerful antibiotics used to fight sepsis increase the drug resistance that sustains its lethality.
The HLA haplotypes are one of the genetic feature that most strongly associates with autoimmunity. (2) Since the first description of the strong association of ankylosing spondylitis and HLA-B*27, (3) many other associations with autoimmune diseases have been described. Although these associations have been thoroughly studied and documented, little progress has been made in understanding how a particular HLA haplotype affects the corresponding disease. Multiple sclerosis, (4) psoriasis (5) and type 1 diabetes (6) are some classical examples. Some exceptions exist though, such as the process whereby peptide deamination may lead to celiac disease, (7) or the scenario in which molecular mimicry between bacterial and endogenous molecules can produce Lyme disease. (8) Moreover, recent studies suggest that HLA contribution to autoimmunity may be polygenic. (9) Furthermore, the relevance of HLAs is growing in areas such as immunization, (10, 11) anthropology (12) and pharmacogenomics. (13) Indeed, some adverse drug reactions have shown strong HLA associations, as described for abacavir (HLA-B*5701), allopurinol (HLA-B*58) and carbamazepine (HLA-B*1502). Other conditions associated with the HLA system include, smoking behavior, schizophrenia, Parkinson's disease, narcolepsy and coronary heart disease. (14) This article investigated the HLA class I and II loci as possible genetic markers for sepsis susceptibility.
METHODS
The current study was a prospective cohort study conducted in the intensive care unit (ICU) of the Hospital das Clínicas da Universidade de São Paulo (USP), in São Paulo (Brazil), and conceived as part of the BRISK Project (Brazilian Initiative for Sepsis Knowledge), which was launched in 2009 to investigate different molecular aspects of sepsis. All patients admitted to the study unit, a 14 beds ICU, were consecutively included upon a signed informed consent form. Surgical, trauma and coronary syndrome patients are usually admitted to specific ICUs in our hospital, making our ICU populations very homogeneous. Patients who were under 18 years of age, pregnant or HIV-positive; those who had metastatic malignancies or were undergoing chemotherapy; those who had advanced hepatic diseases; those with end-of-life conditions and those who refused to participate were excluded from this study. 
RESULTS
This study included 1,121 patients (1,078 kidney donors, 20 severe sepsis patients and 23 patients admitted for septic shock) enrolled between October 2010 and October 2012. Sepsis, stroke, consciousness level changes, pulmonary edema and asthma/chronic obstructive pulmonary disease (COPD) accounted for more than 90% of the conditions affecting patients included in this study.
A significant association was found between HLA-A*31 and sepsis risk. HLA-A*31-positive individuals had a 2.36-fold higher risk of developing sepsis than HLA-A*31-negative patients. No other significant HLA association was identified in our analysis using a 0.01 significance level. However, the comparison of the prevalence of HLA-A*30 between the control and septic groups showed a bordering value (Tables 1 to 5 ).
DISCUSSION
HLA classes I and II gene polymorphisms are the strongest and most consistent susceptibility alleles for autoimmune diseases. The HLA region is located at 6p21.3 and encompasses more than 400 genes. Single nucleotide polymorphism (SNP) genotyping technologies have identified several SNPs that confer a very strong autoimmunity risk; however, strong linkage disequilibrium across the HLA region (16) complicates this interpretation. Indeed, the classes DR and DQ loci have shown strong association with a plethora of autoimmune diseases (17) and HLA-A and HLA-B are also commonly found to contribute to disease risk.
It is more difficult to find important HLA associations with infectious diseases, because most infectious agents can give rise to multiples epitopes, some of which most likely activate T cells with sufficient avidity. Some associations, however, are well established, such as those Results expressed as number (%). The percentage is in regard of the total number of alleles in the studied population.* CI95% (1.26-5.35). for HIV, HTLV-1, malaria, hepatitis C virus, tuberculosis and leprosy. Because it most likely drives haplotype selection, infection may ultimately be related to most HLA associated-diseases. In this study, we found a significant association between HLA-A*31 and sepsis. It is not simple to identify the reasons why this specific haplotype dictates genetic susceptibility. Novel A*31 alleles are frequently identified, (18) (19) (20) pointing out that this haplotype is under strong selective pressure. The literature investigating the HLA system in sepsis, however, almost exclusively explores HLA-DR membrane expression. Indeed, numerous publications implicate low HLA-DR membrane expression as a predictor of sepsis development (21) and poor septic outcome, (22, 23) and it has become the most reliable ICU-acquired immunosuppression marker. (24, 25) In our study, however, complete genetic screening of the HLA-DR locus was unable to find any allele more prevalent in the septic population. Thus, in our opinion, low HLA-DR membrane expression is a marker of cell exhaustion and not a locus related to genetic susceptibility.
HLA-A*31 is expressed in 5 to 10% of the world's population, with the highest expression being observed in the Brazilian Amerinds (65%) and the lowest in the Eskimo population (0%). HLA-A*31 has been strongly associated with carbamazepine-induced adverse drug reactions in a Japanese population and recognizes an antigen encoded by gastric signet ring cell carcinoma. (26, 27) Indeed, HLA-A*31 is a target for vaccine development in cancer. (28) Interestingly, when we performed a BLAST search to investigate this cancer peptide, we found a strong similarity with a Pseudomonas aeruginosa hypothetical protein.
More than 1,000 HLA-A and HLA-B alleles have been characterized. Both the peptide-binding groove and the flanking regions are highly variable. (29) It would be interesting to decipher the peptides that are loaded into HLA-A*31 and are thereby eliciting severe sepsis and septic shock. These peptides may be self or non-self proteins. The importance of bacterial infection cross priming has been studied in bacteria, including L. monocytogenes and Shigella, which can cause phagosome escape. In contrast, Mycobacterium tuberculosis and Salmonella typhimurium can survive within phagosomes and have to be cross-processed to initiate MHC-I-dependent CD8 responses. Dendritic cells acquire antigen following pinocytosis of infected cell debris. (30) Patients in the present study, however, were not infected by these pathogens. Notably, Staphylococcus aureus, Acinetobacter baumanni and extended-spectrum beta-lactamase (ESBL) microorganisms account for more than 90% of the nosocomial infections in the present study.
Sequencing of the HLA ligands from a variety of antigen presenting cells (APC) revealed predominantly self-antigens found on the cell surface of these cells or inside their endosomes. (31, 32) Additionally, cytoplasmic or nuclear antigens accounted for 10 to 30% of those peptides. (33, 34) Interestingly, a large fraction of proteins are immediately degraded following synthesis, as a result of factors such as defective transcription or translation, alternative reading frame usage, failed assembly into larger complexes or altered ubiquitin modifications. (35) Many cells are linked by gap junctions that allow the transfer of small cytosolic molecules or ions into the cytosol of their neighboring cells. These molecules and ions can then enter into the antigen presentation pathway of the neighboring cells. (36) Most HLA-B alleles are always loaded with peptides; however, only a proportion of HLA-A and HLA-C alleles are loaded. It has been suggested that HLA molecules that fail to present self-peptides are more available for peptides that arise during infection or stressful conditions. (37) Several HLA-I machinery proteins have been observed to be associated with phagosomes. It has been suggested that this is a result of endoplasmic reticulum membranes fusing with the phagosome during phagocytosis. (38, 39) Interestingly, recent findings show that besides cross-presentation, CD8+ T cells can be activated through the transfer of preformed peptide-HLA class I complexes from the surface of infected cells to uninfected APCs, a processed that has been named cross-dressing. (40) It seems that trogocytosis is the mechanism involved in this process. Whatever the origin, HLA-A*31 is an interesting marker of sepsis susceptibility and may help guide clinicians in the care of the critically ill.
This study has the strength of being the first to show an association between HLA-A*31 and risk of sepsis. In addition, it included as control an homogeneous population of healthy patients, kidney transplant donors. However, this study has important limitations. The septic patients' sample size is small; therefore a larger trial is necessary to confirm our data. In addition, patients demographics were not collected.
More studies are necessary to investigate the mechanisms leading the HLA-A*31 expression to increase patients susceptibility to sepsis. In a near future this molecule may become an useful marker to identify patients more prone to develop severe infections.
CONCLUSION
The expression of HLA-A*31 is associated with the risk of developing sepsis.
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